N oroviruses (NoVs) are a major cause of acute gastroenteritis in both children and adults. NoV can be classified genetically into at least six genogroups, GI to GVI (1, 2) . Although more than 30 genotypes within genogroups GI, GII, and GIV may infect humans (3), a single genotype, GII.4, has been associated with the vast majority of NoV-related outbreaks and sporadic cases of gastroenteritis worldwide (4) .
GII. 4 NoV strains continuously undergo a process of genetic/ antigenic diversification and periodically generate novel strains via accumulation of punctate mutations or recombination, with novel GII. (14) was used to generate a 3.2-kb amplicon encompassing the 3= end of ORF1, the full-length ORF2 and ORF3, and the 3= untranslated region (UTR) through the poly(A) tail. Briefly, cDNA was synthesized by the SuperScript III First-Strand cDNA synthesis kit (Invitrogen Ltd., Paisley, United Kingdom) with primer VN 3 T 20 (5=-GAGTGACCGCGGCCGCT 20-3=). PCR was then performed with TaKaRa La Taq polymerase (TaKaRa Bio Europe SAS, Saint-Germain en-Laye, France) with forward primer JV12Y (15) and the reverse primer VN 3 T 20 (14) . The amplicons were purified and cloned using the TOPO XL cloning kit (Invitrogen Ltd., Paisley, United Kingdom). Additional primers were designed to determine the complete 3.2-kb sequence by an overlapping strategy. Sequence editing and multiple codonbased (translation) alignments were performed with Geneious software v6.2 (Biomatters, Auckland, New Zealand). With the 3= RACE protocol, it was possible to amplify and sequence a 3.2-kb portion of the genome of strain PA13/2013/ITA, while strains PA83/2012/ITA, PR4200/2012/ITA, and PR343/2013/ITA could not be amplified. For these strains, contiguous fragments encompassing regions A and C (about 1.1 kb in length) were generated by reverse transcription-PCR (RT-PCR) using primers JV12Y (15) and Cog2R (16) (17), the recombination event was mapped to the ORF1/ORF2 junction region (Fig. 1) . This region is highly prone to recombination in NoVs (18) , although other recombination hot spots have been identified in the ORF2/ORF3 overlap and in the junction of the shell and protruding capsid domains (8) . In the four recombinant strains, the GII.Pe ORF1 (pol) was replaced by a GII.P4 pol derived from the former pandemic NoV GII. 4 Also, we observed several distinctive punctate mutations in the GII.P4 New Orleans 2009 pol gene between the recombinant strains detected in northern and southern Italy, suggesting that independent recombination events occurred. Our results notate analogous findings reported recently in Denmark (19) .
What we observed in this study is relevant for diagnosis, as these novel interpandemic recombinants can be identified only by multitarget analysis, i.e., by combined analysis of the ORF1 and ORF2. The GII.Pe pol, considered a signature of the pandemic NoV variant Sydney 2012, in some strains can be replaced. Even more importantly, these findings are relevant for the understanding of the evolutionary pathways followed by NoV during its evo- 
